Rheinheimera sp. strain A13L, which has antimicrobial activity, was isolated from alkaline hrackish water of the high-altitude Pangong Lake of Ladakh, India. Here we report the draft genome sequence of Rhienheimera sp. strain A13L (4,523,491 bp with a G + C content of 46.23%). The genome is predicted to contain genes for marinocine and colicin V production, which may be responsible for the antimicrobial activity of the strain.
Strain A13L was isolated from alkaline brackish water of an endorheic lake, Pangong Lake, which is situated at an altitude of 4,350 m in Ladakh, India. It is a Gram-negative, aerobic, flagellar gamm aproteobacterium . The strain produced a brownish pigment and possessed antibacterial activity. Phylo genetic analysis of the rrs (16S rR N A ) gene sequence revealed association of the strain A13L with the genus Rheinheim era, class G am m aproteobacleria. It was closely related to R heinhei mera soli BD-d46 (7), with an rrs gene sequence identity of 98.68%. At present, the genus Rheinheim era has nine recog nized species, which were isolated from various habitats, indi cating a wide distribution of this genus (2) . This is the first report of a genome sequence of a Rheinheim era strain.
The genomic D N A of Rheinheim era sp. strain A13L was extracted from the culture grown on tryptic soy broth at 30°C. Id io m a rin a sp. strain A28L was isolated from the alkaline brackish water of a high-altitude lake. Pangong Lake. Here, we present the draft genome of Id io m a rin a sp. strain A28L, which contains 2,591,567 bp with a <; + (' content of 45.5 mol% and contains 2,299 protein-coding genes and 56 structural RNAs. species at the time of writing (12). All of these bacteria were isolated from saline habitats with a wide range of salinities, such as coastal and oceanic waters, coastal sediments, subm a rine hydrothermal fluids, solar salt-making works, and inland hypersaline wetlands (5) . Strain A28L was isolated by culture on alkaline bacillus agar (pH 9.5) containing \.5 f7c NaCI from the alkaline brackish water of Pangong Lake, which is situated at an altitude of 4350 m in Ladakh, India. This strain is a Gram-negative, aerobic, flagellar bacterium. Phylogenetic analysis of the rrs (16S rR N A ) gene sequence revealed that strain A28L belongs to the genus Id io m a rin a . It showed the highest i t s gene sequence identity. 95.29?, with the type strain of Idio m a rin a rnaris (12).
The genome of Idiom arina sp. strain A28L was sequenced by a whole-genome shotgun strategy using 454 GS FLX (Roche) at the Institute of Genomics and Integrative Biologv. Delhi. India. A total of 282,412 sequence reads were generated by H .X Titanium sequencing with a genome coverage of 38-fold. The sequence was assembled into 31 contigs by Newbler software, version 2.3 (Roche). The 28 large contigs (>500 bp to 394.143 bp) were used for gene prediction and annotation bv the IMG HR sy stem (7), which uses Prodigal (4) for gene prediction. The IMG i:R automated pipeline uses a homology search at the nonredundant proteins database (NR) of GenBank, pfam (2) . and the FIGRFam (9), InterProScan (11), KEGG (6), and COG (10) databases lor annotation (8). Annotated coding sequences from the IMG I:R serv er were used for a round of manual curation b\ BLAST, and the noncoding RNA and RN A with miscellaneous tcatures were analyzed by Rfam, before submission of the anno tated draft genome to GenBank. The draft genome sequence was also uploaded to the RAST (1) server.
The Idiom arina sp. strain A28L unclosed draft genome was 2.591.567 bp in length, with a G + C content of 45,5 m olr ?. The genome, which has a coding density of 9 0 , contained 2. Published ahead ot punt on S July 2011. protein coding genes, 49 tRNA genes, and 4 rRNA genes.
Comparison with genome sequences available at RAST showed that I. loihiensis I.2TR (score, 517), I. haltica OS 145 (score, 430) followed bv P seu d o a lte ro m o n a s tunicata (score. 321) were the closest neighbors of strain A28L. The strain A28L genome contained genes for glycolysis'glueoneogenesis.
the tricarboxylic acid cycle, a high-atlinity phosphate trans porter and regulatory genes for sensing inorganic phosphate, and genes for flagellum assembly and function, while the genes lor sugar transporters (phosphotransferase system, ABC-type sugar transporter, and sugar-phosphate permease), the Enlner-Doudorolf pathway, inorganic sulfur assimilation, and siderophore biosynthesis were absent, which was similar to the reported I. loihiensis L2TR genome (3) . In contrast to /. loihiensis L2TR. genes for thiamine biosynthesis, ammonia as similation. and denitrification were absent in strain A28L. De tailed comparative analyses of Idiom arina sp. strain A28L with /. loihiensis I.2TR and I. haltica OS145 should reveal their metabolic differences and the genetic basis of adaptation to their unique habitats.
Nucleotide sequence accession numbers. This whole-ge nome shotgun project has been deposited at DDBJ/EMBL/ GenBank under the accession number AFPOOOOOOOOO. The version described in this paper is the first version, AFPOO1000000. The 28 large contigs have been deposited under accession numbers AFP001000001 to AFPOO 1000028.
